rendering the evaluation of bacterial count and detection of contamination very hazardous. It is very likely that many bacterial counts have been overestimated. The authors apparently considered all mixed infections as contamination. It is well established that at least 5% of lower UTIs are due to two bacteria, usually two different E. coli. Symptoms of UTI can occasionally be due to another origin than infection; how many patients had a low bacterial count with a negative LE test and infection caused by enterococci?
First, in the guidelines for urinary tract infections (UTIs) of the Dutch College of General Practitioners (GPs) the results of the most important studies on the evaluation of dipstick screening tests for the detection of UTIs have been included. 2 Second, tables depicting the sensitivity, specificity and the predictive values for the nitrite test alone and for the combination of a negative nitrite and leucocyte-esterase (LE) test were omitted from the final manuscript as advised by the reviewers. We were interested in the additional value of the LE test for predicting a UTI in the case of a negative nitrite test result. For this reason, the PPV and sensitivity were shown only for the nitrite test alone and for the LE test combined with a negative nitrite.
Third, in the Materials and methods section of our manuscript we state that the nitrite and LE test were performed by the GP, only if they were part of the GP's care as usual of patients with UTI. As our study is concerned with the diagnostic strategy and not with the test system itself, we have not included the manufacturer's name or how the reading of the results was performed.
We can understand Dr Goldstein's comment regarding the low cut-off value of 10 3 cfu/mL, which contrasts with the widely accepted cut-off value of 10 5 cfu/mL. The difference in PPV and NPV between our study and other studies probably is the result of this lower cut-off value for a positive culture used in our study. By lowering this value, more cultures were considered positive resulting in an increase in PPV and a decrease in NPV. In the last revision of the Dutch Guidelines of Urinary Tract Infections the low bacterial count of 10 2 -10 4 cfu/mL in symptomatic women has been included as indicative of a UTI. Since our study considered only women with symptoms of an acute uncomplicated UTI, we used this lower cut-off value. The presentation of the numbers of patients with a bacteriological culture of 10 3 -10 4 , 10 4 -10 5 and >10 5 cfu/mL has not been included in the paper, because they did not influence our conclusions.
Concerning Dr Goldstein's comment on the exclusion of patients with a complicated UTI, we indicate in the Materials and methods section that the GPs included only (non-pregnant) female patients with symptoms of an acute uncomplicated UTI, defined by one or more of the following symptoms: dysuria, stranguria, urinary frequency and urgency, without the presence of fever.
The identification of the uropathogens found on the dipslide was performed after subculture on blood agar plates and purity checking, with standard biochemical tests indicated in the Materials and methods section of the manuscript; in case of doubt API20E or API20NE was used.
Finally, we fully agree with Dr Goldstein's comment concerning the antibiotic treatment of a UTI, that the prudent use of fluoroquinolones, even the single dose treatments, is mandatory. However, for uncomplicated UTI a 3 day treatment with nitrofurantoin is as effective with the benefit of lower costs, with a resistance percentage that has reassuringly remained <5% since the antibiotic was introduced into general practice. A 7 day treatment of an uncomplicated UTI with a fluoroquinolone is certainly not a common practice in the Netherlands.
Transparency declarations
None to declare. Altogether, 1496 strains had ciprofloxacin susceptibility results available for examination. Apart from 23 isolates that were non-serotypeable, 69 different serotypes were represented by the strains, with the top 5 serotypes in descending order being Enteritidis (n = 481), Typhimurium (n = 220), Derby (n = 104), Muenster (n = 102) and Typhi (n = 70).
The vast majority of the strains were susceptible to ciprofloxacin by disc diffusion assay according to NCCLS (now CLSI) guidelines and only 37 strains (2.5%) were either intermediate or resistant to ciprofloxacin ( Table 1 ). The susceptibility classification of these 37 isolates was verified by MIC determination using Etest (AB BIODISK, Solna, Sweden) and all ciprofloxacinintermediate and ciprofloxacin-resistant isolates had ciprofloxacin MICs of 2 and 4 mg/L, respectively. Noteworthy was that while the 21 ciprofloxacin-resistant strains belonged to five different serotypes, all 16 ciprofloxacin-intermediate strains were serotype Enteritidis except for 1 Paratyphi A. These 37 ciprofloxacinintermediate and ciprofloxacin-resistant strains were subjected to PCR amplification for qnr-like sequence using the primer pair Qnr-F and Qnr-R as described previously. 1 While none of the 21 ciprofloxacin-resistant strains was positive, 8 (all Enteritidis) of the 16 ciprofloxacin-intermediate strains produced amplicons of the expected size, 657 bp. DNA sequencing revealed that all eight ORFs were 100% identical to the qnrA3 gene previously found in Shewanella algae 2 and four other isolates of Salmonella Enteritidis from Hong Kong. 1 Our results have shown that qnrA3 was the only qnr allele found present among the Salmonella clinical isolates examined since as early as 2002 in Hong Kong. Also, the qnrA3 gene appeared to be associated with the serotype Enteritidis and intermediate ciprofloxacin resistance.
The qnrA3 gene was thought to originate from S. algae 2 and it was tempting to postulate that its presence in the eight Salmonella Enteritidis isolates identified in this work was the result of clonal dissemination following a single horizontal gene transfer event. Indeed, PFGE analyses by two restriction enzymes XbaI and BlnI both showed that the eight qnrA3 positive isolates did have indistinguishable patterns. On the other hand, the same pair of patterns was also shared by 51.2% of 966 other Salmonella 
